Internet-based sequence-typing databases for bacterial molecular epidemiology.
As the use of nucleotide sequence-based typing has become more widespread in the investigation of microbial epidemiology, there has been a natural requirement for curated Internet-based databases that can act as central authorities for nomenclature and type definitions. These facilitate the sharing and comparison of data between laboratories without the need for reference samples. Here, the use of the most common multilocus sequence typing (MLST) and antigen sequence databases are described. In particular, for MLST, the steps required for allele sequence and profile identification are explained along with a detailed overview of searching and matching isolate records. BLAST searching of antigen sequence databases is also described.